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Fig. S1. Sequencing statistics for 77 contemporary L0 mtDNAs. Method used was long-range 
amplification, barcoding and pooled Illumina GAIIx sequencing. The median number of reads and 
matched reads are depicted as box plots with upper and lower ranges. Average length was 100 bases, 
generating mtDNA coverage ranging from 227-fold to 5,217-fold (average of 1,421-fold). 
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READS MATCHED L0d2a L0d1c L0k1 L0d2c L0d2b 
Q3-Q2 Q2-Q1 

Min 38451.0 37590.0 
Q1 151775.3 149579.8 

Median 239126.0 235473.0 
Q3 318991.8 312514.3 

Max 886669.0 864457.0 
IQR 167216.5 162934.5 

Upper Outliers 3.0 3.0 
Lower Outliers 0.0 0.0 
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